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The effect of domestication and modern breeding on aboveground traits in maize (Zea
mays) has been well-characterized, but the impact on root systems and the rhizosphere
remain unclear. The transition from wild ecosystems to modern agriculture has focused
on selecting traits that yielded the largest aboveground production with increasing
levels of crop management and nutrient inputs. Root morphology, anatomy, and
ecophysiological processes may have been affected by the substantial environmental
and genetic shifts associated with this transition. As a result, root and rhizosphere traits
that allow more efficient foraging and uptake in lower synthetic input environments might
have been lost. The development of modern maize has led to a shift in microbiome
community composition, but questions remain as to the dynamics and drivers of
this change during maize evolution and its implications for resource acquisition and
agroecosystem functioning under different management practices. Better understanding
of how domestication and breeding affected root and rhizosphere microbial traits
could inform breeding strategies, facilitate the sourcing of favorable alleles, and open
new frontiers to improve resource use efficiency through greater integration of root
development and ecophysiology with agroecosystem functioning.
Keywords: crop breeding, domestication, maize (Zeamays), microbiome, resource acquisition, rhizosphere, roots,
soil health
INTRODUCTION
Since its origin in the Balsas river valley of present-day Mexico 10,000 years ago, maize has
undergone dramatic changes in shoot development and physiology as early agriculturists and
modern breeders selected for greater yield response to increasingly managed agroecosystems
(Harlan et al., 1973). Teosinte (Zea mays ssp. parviglumis), the ancestor of modern maize,
originates from a mountainous environment with seasonal nutrient fluxes and high interspecific
competition with diverse deciduous trees, grasses, and annual dicots (Gaudin et al., 2011b). After
domestication around human settlements in fertile alluvial river banks, early maize varieties spread
to other parts of Americas, where landraces were cultivated in traditional milpa agricultural
systems (maize-bean-squash intercropping; Zizumbo-Villarreal and Colunga-GarciaMarin, 2010).
Subsequent innovations following the industrial revolution such as mechanized tillage and the
replacement of crop residues and organic inputs with synthetic fertilizers altered the agricultural
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landscape substantially, creating the homogeneous, nutrient-
rich, high-intraspecific-competition environment seen in
present-day monocultures and short rotations (Figure 1).
Here we argue that directed selection pressure for yield
and aboveground traits during maize evolution coupled with
shifts toward high-input, high-density selection environments
may have inadvertently altered root system development and
ecophysiological functioning. Thus, both host-genotype-driven
changes in the ability of maize to recruit and respond tomicrobial
interactions and environment-driven selection pressure on
integrated plant and microbial functions may have altered
coevolution of the microbiome (Kiers and Denison, 2014;
Vandenkoornhuyse et al., 2015; Figure 1). Root and rhizosphere
interactions have traditionally been neglected in discussions of
maize domestication and breeding, despite their importance
for plant fitness and productivity at lower input levels. The
transition from wild ecosystems to modern maize monocultures
may also have altered the ability of roots to dynamically respond
to changes in resource availability, cope with stress and rely on
microbial interactions in the rhizosphere to cycle and acquire soil
resources (Wissuwa et al., 2009; Zancarini et al., 2012), which are
essential functions in biologically-based and low input systems.
While past intensification of agriculture dramatically
increased crop yields, future increases in productivity
required for a growing population must come at a lower
environmental cost. For instance, low nutrient use efficiencies
FIGURE 1 | Factors driving shifts in maize root and rhizosphere function. Substantial changes in environment from wild forests to managed agroecosystems,
combined with selection on aboveground traits, has resulted in shifts in maize root and rhizosphere function. The timing of altered nitrate transporter expression is
unclear, and questions remain about the extent of effects on the rhizosphere microbiome.
and subsequent nutrient losses, especially of nitrogen (N)
and phosphorus (P), contribute to eutrophication, climate
forcing, and loss of biodiversity, with serious impacts on
human and ecosystem health (Robertson and Vitousek,
2009). Further, climate change will cause more variability in
precipitation and temperature (Kirtman et al., 2013) with
consequences for crop growth, nutrient cycling, and yields
(Lobell et al., 2014). Shifting to more biologically-based or
lower input cropping systems shows promise for sustaining
or increasing yields while reducing environmental costs
and also increasing resilience to extreme events (Bommarco
et al., 2013). But if crops are not well-adapted to these new
agro-environments, then yield potential may not be fully
realized.
Investigating the extent and significance of inadvertent
changes belowground during the course of artificial selection is
highly relevant to support crop breeders in developing maize
varieties able to take full advantage of microbial interactions
and high rates of nutrient cycling created by soil-health building
management practices. While development and plasticity of root
system architecture and physiological traits enable foraging and
uptake of soil resources, rhizosphere ecology facilitates plant
resource acquisition through synergisms with microbes and
exudate production (Figure 2). As such, roots and rhizosphere
interactions could prove key to developing sustainable maize
production systems (Bishopp and Lynch, 2015).
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FIGURE 2 | Rhizosphere interactions between root- and microbe-specific traits in resource acquisition. Resource acquisition is facilitated by roots,
microbial symbionts, and/or interplay between the two. Rhizosphere interactions are of particular importance for resource acquisition in biologically-based systems
that rely on microbial nutrient cycling rather than external inputs.
This review examines scientific evidences and potential
drivers of changes in maize root morphology, anatomy, and
physiology from teosinte through early landraces to modern
hybrids and considers their functional significance for resource
acquisition. We discuss current knowledge of human selection-
driven shifts in maize rhizosphere ecology in light of the
underlying plant-driven (G), environment-driven (E), and
genotype-by-environment (G × E) mechanisms and highlight
research gaps to be addressed in the future.
HAVE SHOOT AND ROOT TRAITS
CO-EVOLVED?
Morphological Traits
The suite of traits selected during the domestication of crop wild
relatives to increase yield or facilitate agronomic cultivation are
collectively described as “domestication syndrome” (Hammer,
1984). Domestication traits commonly include enhanced fruit
production, altered vegetative shoot morphology, and changes
in secondary metabolites (e.g., decreased bitterness; Meyer
et al., 2012). In cereals, domestication has led to increased
seed size and number, increased apical dominance, changes
in photoperiodicity, loss of seed dormancy, changes in grain
composition, and loss of seed shattering (Harlan et al., 1973;
Gross and Olsen, 2010; Abbo et al., 2014).
Abovegroundmorphological differences between teosinte and
modern maize are striking. Teosinte has clusters of small ears in
the axils of multiple leaves per stem, whereas modern cultivars
show increased biomass and apical dominance with one ear per
node and fewer than two ears per stem. Maize ears contain
hundreds of large, naked kernels as compared to the few, small,
glume-encased kernels of teosinte ears (Harlan et al., 1973). These
changes are mostly attributed to the domestication genes teosinte
branched1 (tb1) and barren stalk1 (ba1) (Doebley et al., 1997;
Gallavotti et al., 2004; Hufford et al., 2007, 2012), controlling
vegetative meristem development, teosinte glume architecture1
(tga1), accounting for the naked kernels (Dorweiler et al., 1993;
Wang et al., 2005), and ramosa1 (ra1), controlling kernel row
regularity (Dempewolf, 2010; Sigmon and Vollbrecht, 2010).
While root traits were likely not under intentional selection
during domestication, plants usually respond to changes in shoot
size by compensatory changes in root growth and architecture
(Gaudin et al., 2014), perhaps to maintain balance between
resource sinks and source tissues. As such, root morphology
may have been altered indirectly by selection for higher harvest
index and related traits such as apical dominance. In comparison
to early landraces, teosinte (ssp parviglumis) has fewer seminal
roots, possibly related to smaller seed size, but a greater number
of narrower, shorter, more branched nodal roots, which may
be beneficial for early P acquisition (Burton et al., 2013).
Domestication studies have also shown common genetic control
of above- and belowground morphology as decrease in tb1
function in modern maize restores the teosinte phenotype both
above and belowground, resulting in a larger root system with
numerous and highly branched crown roots (Gaudin et al., 2014).
Because of their impact on sink strength and nutrient demand,
other known domestication genes may also show correlated
belowground effects.
Following domestication, human selection for desirable traits
has continued to affect maize shoot and root morphology over
centuries of landrace cultivation and decades of inbred and
hybrid breeding. Desirable improvement traits have included
tolerance to higher planting densities (Duvick, 2005) as well
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as abiotic stresses such as drought and heat (Tollenaar and
Lee, 2002; Campos et al., 2006), the introduction of delayed
senescence (stay-green) (Lee and Tollenaar, 2007), and resistance
to biotic stresses such as insect herbivory and weed competition
via introgression of transgenes (Box 1). Although R:S ratio
remained conserved across 9000 years of breeding and selection
(Gaudin et al., 2011a), modern stay-green hybrids have greater
total root length and deeper roots than their non-stay-green
counterparts (Ning et al., 2014). As a result of breeding in
inorganic nutrient-saturated and homogeneous environments
with high intraspecific competition, the root systems of more
recent maize cultivars have shallower root angles, fewer nodal
roots, and greater distance from nodal roots to lateral branching,
potentially enhancing deep resource foraging and minimizing
root system overlap (York et al., 2015). The tradeoffs of increased
investment in deep roots should be investigated, for example
to determine whether corresponding decreases in the lateral
roots that are preferentially colonized by arbuscular mycorrhizal
(AM) fungi (Gutjahr and Paszkowski, 2013) have affected
benefits of AM colonization. Collectively, these reports suggest
that domestication and breeding may have decreased topsoil
foraging ability and mycorrhizal colonization sites of single
plants while increasing exploration of deeper soil layers by plant
populations.
Anatomical Developments
Comparisons between teosinte, landraces and modern varieties
have revealed major differences in root anatomical traits involved
in resource acquisition and transport. Teosinte has higher rates of
cortical aerenchyma formation, which can reduce the metabolic
cost of roots under stressed conditions, and greater phenotypic
variation for this trait than landraces (Burton et al., 2013).
Modern varieties have lower aerenchyma plasticity as compared
to teosinte, which forms aerenchyma constitutively under non-
stressed conditions as well as in response to stress (Mano et al.,
2007). This suggests that anatomical traits mediating adaptation
to drought and nutrient-limited conditions (Lynch, 2007) may
have been selected against in the irrigated, fertilized environment
of modern maize agroecosystems. However, larger total xylem
vessel area (XVA) in landraces andmodern cultivars as compared
to teosinte (Burton et al., 2013) may provide quicker transport of
water and nutrients in higher-resource environments to meet the
demands of a larger shoot system, perhaps at the cost of increased
cavitation under drought stress (Tyree et al., 1994). Since XVA
alone is not necessarily related to hydraulic conductivity (Smith
et al., 2013), further analysis is needed to determine if the
increase in total XVA is formed by larger-diameter vessels,
which would increase flow rates (Tyree and Ewers, 1991). Newer
modern hybrids have smaller but more numerous xylem vessels
as compared to older modern hybrids (York et al., 2015), but
vessel size in teosinte and landraces remains to be measured.
Root Physiological Attributes
Along with shifts in architectural and anatomical traits, root
physiological activity may have been altered to accompany
increases in crop N and water demand during the growing season
(Antonietta et al., 2015) to support more vigorous vegetative
growth, increased sink capacity during grain filling (Lee and
Tollenaar, 2007), and delayed senescence. For instance, two
stay-green hybrids had higher N uptake during grain filling
(He et al., 2003) and a larger kernel response to N availability
than their non-stay-green counterparts (Antonietta et al., 2015).
However, scarce information is available on how kinetics and
regulation of water and nutrient uptake changed during maize
evolution. Productivity gains seen in newer hybrids result in
part from increased N (York et al., 2015) acquisition and water
(Reyes et al., 2015) use efficiencies compared to earlier varieties;
however, evidence conflicts as to whether water and total N
uptake has increased over time (Hammer et al., 2009; Nagore
et al., 2014; Reyes et al., 2015). Resistance to N stress, as
measured by no effect of low N availability on root or shoot
biomass, in two teosintes was attributed in part to differential
BOX 1 | TRANSGENES AND THE MAIZE RHIZOSPHERE
Introgression of genetic material from other species has contributed substantially to modern maize productivity and as such deserves attention here despite being
a fundamentally different form of genetic modification than traditional breeding. Modern commercial maize hybrids possess up to eight stacked transgenes, most
frequently conferring tolerance to the herbicides glyphosate or glufosinate or resistance to insect pests such as corn rootworm, coleopterans, and corn root borer
(Dunwell, 2014). Although a detailed impact assessment of these transgenes on the rhizosphere is outside the scope of this review, the topic deserves attention in a
discussion of modern maize.
Transgenes are predicted to affect the rhizospheremicrobiome primarily through chemical inputs and altered resource provisioning. Introgression of herbicide tolerance,
found in almost all modern hybrids (Dunwell, 2014), is accompanied by inputs of the corresponding chemical. Glyphosate alters rhizobacterial community composition
and increases the prevalence of pathogenic Fusarium (Kremer and Means, 2009), but appears to have less far-reaching impacts than an alternative pre-emergence
herbicide containing acetochlor and terbuthylazine (Barriuso et al., 2010). However, another study found no effect of glyphosate-resistant maize or glyphosate application
on denitrifying bacteria or the fungal community in the rhizosphere (Hart et al., 2009). Bt maize affects rhizosphere resource availability. Bt maize differs in lignin content
and root exudate composition from its non-transgenic counterpart (Saxena et al., 1999; Saxena and Stotzky, 2000, 2001). However, greenhouse and field studies
have shown no difference in population size, metabolic profile, or genetic diversity of rhizobacteria (Brusetti et al., 2004; Fang et al., 2005; Icoz et al., 2008; Prischl
et al., 2012; Bumunang and Babalola, 2014) although genetic analysis has found some differences (Brusetti et al., 2004). Ecological functions such as nutrient cycling
may nonetheless be affected, given that Bt introgression influences abundances of archaea and bacteria involved in N metabolism (Cotta et al., 2014). Mycorrhizal
community composition (Tan et al., 2011) and spore density (Cheeke et al., 2014), but not but colonization potential (Tan et al., 2011), appear to be affected by host Bt
status.
Transgenes have improved maize productivity and recent studies have introgressed genes improving abiotic stress tolerance, nutrient use efficiency, and nutritional
quality of maize (Dunwell, 2014). However, given the potential for transgenes to affect the rhizosphere microbiome and its vital role in ecological function through altered
inputs and resource quality, new transgenes should be carefully evaluated for rhizosphere impacts in addition to existing risk assessments.
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regulation of genes involved in N assimilation and metabolism
as compared to five modern maize lines, although regulation of
three N metabolism genes was consistent across all seven lines
(Han et al., 2015). Teosinte possesses orthologs of four of the
seven modern maize nitrate transporter genes, but upregulates
expression of ZmNrt2.3, involved in the high-affinity system,
twice as much as modern maize under low N conditions
(Gaudin et al., 2011b). These physiological attributes may have
changed the kinetics of N uptake, particularly under conditions
of low soil NO−3 levels that are common in biologically-based
systems, making modern maize better-suited to high inorganic
N environments with a corresponding decrease in adaptability to
low-input agroecosystems (Ruzicka et al., 2012). Possible changes
in ammonium transporters and assimilation should be further
studied, as ammonium may be a more significant source of N
in lower-input or biologically based soils (Burger and Jackson,
2003).
Root Plasticity
Root plasticity allows plants to adjust root system architecture in
response to changing resource availability. Selection pressure on
root phenotypic plasticity is particularly relevant to breeding for
rhizosphere traits involved in nutrient use efficiency. Schlichting
(1989) proposed that the evolution of plasticity would be favored
by heterogeneous environments, but it does not appear that
the converse has occurred. Homogeneous breeding conditions
have not triggered a loss of plasticity and modern maize
remains capable of a plastic response to heterogeneous nitrogen
supply (Yu et al., 2014), although the particular mechanisms
of this plastic response have changed. Teosinte responds to
low-nutrient environments and shade by decreasing shoot
tillering to reduce nutrient requirements, whereas modern maize
appears to have lost this compensatory mechanism (Gaudin
et al., 2011b). However, while teosinte reduces crown root
number (CRN) through tillering plasticity under low N stress,
modern maize achieves CRN reductions by other means. Other
root plasticity strategies likewise differ between teosinte and
maize despite a conserved overall response to low-N stress
(Gaudin et al., 2011b). Root phenotypic plasticity has important
ecological consequences for plant-plant competitive interactions
in heterogeneous nutrient environments (Miner et al., 2005);
the impact of plasticity on plant-microbe interactions under
variable nutrient conditions represents an intriguing future area
of study.
Potential tradeoffs between root traits (i.e., acquisition of
resources with dissimilar distributions in the soil, possible
vulnerability to stresses, costs of investment) (Lynch, 2007) must
be considered to determine how the suite of changes observed in
modern maize affect performance under different conditions.
HOW DID MAIZE EVOLUTION AFFECT
RHIZOSPHERE ECOLOGY?
Rhizosphere functioning is shaped by the combined influence of
host genotype (G), soil environment as affected by agroecosystem
management and inherent soil characteristics (E), and their
interaction (G × E). Shifts in these determinants during the
course of maize evolution resulted in profoundly different
selection environments that may have altered ecological
functions of the rhizosphere, with consequences for foraging and
acquisition of soil resources (Figure 2).
Impact of Directed Selection
Maize genotypes differ in recruitment ability, resource provision,
and responsiveness to beneficial rhizosphere microorganisms
(Kaeppler et al., 2000; Picard et al., 2008; Willmann et al., 2013).
This variation in microbe-related traits has a significant heritable
component (Peiffer et al., 2013) that could have been acted upon
indirectly during selection for aboveground traits of agronomic
interest.
Studies comparing teosinte and maize in a single environment
suggest a core microbiome has been maintained through
domestication, although some rhizobacterial associations may
have been lost (Szoboszlay et al., 2015). Strains of diazotrophic
Burkholderia sp., an abundant genus in the maize rhizosphere,
have been isolated from both maize and teosintes grown on
an indigenous maize field (Estrada et al., 2002). Similarly, a
significant fraction of endophytic bacteria found in teosinte
were shown to be conserved in modern maize, and no decrease
in endophyte diversity was observed for modern maize when
cultivated on indigenous soil (Johnston-Monje and Raizada,
2011; Johnston-Monje et al., 2014). However, rhizosphere
bacterial and fungal abundance and activity differed between a
teosinte and two modern Zea mays varieties, with teosinte having
significantly higher bacterial abundance, diversity, and decreased
activity of the soil N-cycling enzyme N-acetylglucosaminidase
(Szoboszlay et al., 2015).
Domestication also appears to have affected microbiomes
of other agronomically important crop species, further
demonstrating the potential for human selection to alter host
mediation of rhizosphere community structure. The rhizosphere
bacterial community of a wild ancestor of beet, Beta vulgaris ssp.
maritimis, has higher diversity, greater resistance to abiotic stress,
and a lower proportion of isolates with anti-phytopathogenic
activity than that of modern sugar beet (Zachow et al., 2014). The
microbiome of domesticated barley (Hordeum vulgare) differs
from that of its wild ancestors in function as well as diversity,
with genes affecting host-microbe interactions showing evidence
of positive selection (Bulgarelli et al., 2015). Older and modern
cultivars of lettuce (Lactuca sativa) have higher rhizobacterial
diversity than their wild ancestor L. serriola, but diversity indices
do not differ significantly between L. sativa cultivars (Cardinale
et al., 2015).
The impact of modern breeding in a fertile environment on
plant-driven rhizosphere determinants has also been observed
through “common garden” studies of microbial communities
among older and newer maize varieties. Inbred lines from five
genetic groups of maize created by human selection were found
to support different rhizobacterial communities, especially with
regard to the Burkholderia genus, but differences were not
correlated with genetic distance of the host (Bouffaud et al.,
2012). In a subsequent study, however, rhizobacterial community
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shifts were correlated with phylogenetic distance between maize
genotypes (Bouffaud et al., 2014).
The introduction of high-yielding hybrids has had significant
effects on the rhizosphere, perhaps because hybrids differ in
root traits and exudate production from their inbred parents.
Compared to their inbred parents, hybrids generally support
more auxin-producing rhizobacteria (Picard and Bosco, 2005);
more genetically diverse Pseudomonas populations (Picard and
Bosco, 2005) and more antibiotic-producing isolates (Picard
et al., 2004); stimulate antibiotic production and nitrogen fixation
earlier (Picard et al., 2008); and are better at selecting elite
rhizobacterial strains (Picard and Bosco, 2006). Heterotic effects
have also been studied in AM fungi. A hybrid and one of its
parental inbred lines were able to select unique AM fungal
communities, whereas the other parental inbred line was not
(Picard et al., 2008), suggesting selection of AM fungal strains
is controlled by dominant inheritance rather than heterosis. In
another study, however, modern hybrids had significantly higher
AM colonization than inbreds or landraces (An et al., 2010).
Plants can also affect rhizosphere microbes through changes
in provisioning to the rhizosphere (Figure 1). Selecting for high
harvest index may have increased aboveground biomass at the
expense of exudate quantity and quality, as net rhizodeposited
carbon is related to belowground biomass (Amos and Walters,
2006). Altered root traits may likewise have led to changes in
the amount, rate, and decomposability of rhizodeposits (i.e.,
belowground C inputs from root turnover, mucilage, sloughed
root debris, exudates), which could affect stimulation of SOM
decomposition (i.e., rhizosphere priming) (Kuzyakov, 2002) and
subsequent N mineralization (Dijkstra et al., 2009), as well as
microbial richness and/or diversity (Bakker et al., 2012). Selective
pressure for shifts in microbiome-level metabolism of organic
compounds may have been imposed by a decrease in lignin
content and lower lignin:N ratio in residues of modern crop
varieties as compared to wild ancestors (García-Palacios et al.,
2013).
Transgenic approaches to crop improvement have also
resulted in substantial changes to rhizosphere inputs (Saxena
et al., 1999; Saxena and Stotzky, 2000, 2001); while not strictly the
result of breeding, the ubiquity of transgenes in contemporary
maize represents a significant alteration of host genotypes that
may have had corresponding impacts on the rhizosphere and
microbiome (Box 1). Whether changes in resource provision
have indeed resulted in altered soil and rhizosphere nutrient
cycling patterns remains to be investigated.
In addition to plant-driven effects on themicrobiome, changes
in plant responsiveness to microbes might have occurred during
breeding in high input environments, since plants may derive
little benefit from directing C to symbionts in these conditions.
If modern maize had an impaired ability to capitalize on
beneficial associations for resource acquisition, then growth and
yields in low input or biologically-based cropping systems could
be compromised. Studies assessing responsiveness to microbial
associations in teosinte, early landraces, and modern varieties
have attempted to clarify whether domestication and breeding
have altered the significance of microbial symbionts in resource
acquisition, with conflicting results. No evidence of decreased
mycorrhizal responsiveness was found in a comparison of three
newer and three older maize cultivars under low-P conditions
(Khalil et al., 1994). However, mycorrhizal inoculation caused
variable responses in older cultivars, ranging from no effect
to 400% higher growth, whereas newer cultivars responded
uniformly with higher growth. Similarly, a meta-analysis of
320 crop genotypes found no evidence of decreasing ability
to benefit from mycorrhizal fungi over time, with newer
cultivars generally less intensively colonized but more responsive
(Lehmann et al., 2012). However, mycorrhizal dependence in
wheat (Triticum aestivum) tends to be higher in landraces than
either wild ancestors or modern cultivars (Hetrick et al., 1993)
and mycorrhizal responsiveness was lower in modern than older
wheat varieties (Zhu et al., 2001). This may indicate that breeding
has selected against this trait, perhaps because it was inversely
related to phosphorus utilization efficiency (PUtE; Zhu et al.,
2001).
Shifts from Natural to Increasingly
Managed Soil Environment
Soil origin and type appear to be more significant than plant
genotype in determining the microbial community structure of
the maize rhizosphere (Dalmastri et al., 1999; Gomes et al., 2015)
since the rhizosphere microbiome is recruited from bulk soil.
However, environmental effects remain poorly understood in
comparison to plant-mediated effects, despite the potential for
this knowledge to inform agricultural management that creates
favorable conditions for biologically-based resource acquisition.
Environmental changes during domestication such as shifting
geographic distribution, changes in soil fertility from natural
to managed environments, and agricultural cultivation practices
influence rhizosphere microbial communities (Pérez Jaramillo
et al., 2015). Higher synthetic nutrient inputs and resource
homogeneity may have caused the loss of root traits (Milla
et al., 2015) and microbial interactions (Wissuwa et al., 2009)
that aid in resource acquisition under conditions of lower
inorganic nutrient availability. Management practices such as
tillage, fertilization, and bare fallows also disrupt the evolutionary
stability of mycorrhizal symbioses (Hetrick et al., 1996; Lekberg
and Koide, 2005), potentially leading to decreased cooperativity
over time (Duhamel and Vandenkoornhuyse, 2013). Quantifying
the benefit of microbial associations for maize and teosinte
genotypes in wild ecosystems andmodern agroecosystems would
elucidate whether environmental changes have affected maize-
microbe interactions.
Evolution of Genotype × Environment
Interactions
G × E interactions can pose a challenge for breeders and
evolutionary studies alike, causing a genotype selected for
desirable traits in a favorable trial environment to be poorly
suited to variable or suboptimal field conditions (Ceccarelli,
1994). Studying the effect of domestication and breeding on G×
E interactions requires the evaluation of multiple genotypes in
distinct environments, a study design more frequently employed
in nutrient use efficiency studies than microbiome analyses.
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Mycorrhizal responsiveness showed G × E interactions in four
Chinese maize cultivars released between the 1950s and 2008,
with the newest cultivar responding positively to colonization
regardless of soil P and older cultivars responding neutrally or
in a soil-P-dependent manner (Chu et al., 2013). These results
suggest that mycorrhizal colonization and responsiveness have
co-evolved with other plant improvement traits, although too
few genotypes were evaluated to determine whether this is a
general trend. Continuing to integrate analyses of microbial
responsiveness into resource use efficiency studies will provide
useful information on how GxE interactions may affect microbe-
mediated resource acquisition pathways.
Phenotypic integration of root and microbial traits may
determine the magnitude of G × E-driven evolutionary change
in plant-microbe associations (Murren, 2012). Coordination and
reciprocal influence between roots and microorganisms are well-
characterized, but whether this extends to co-variation over
evolutionary time is less clear. Coordinated evolution, i.e., a
high level of integration, is predicted to lead to more efficient
functioning (Murren, 2012), but may occur to a lesser extent in
an environment of artificial selection (Milla et al., 2014). If root
and microbe traits are highly integrated, the selective pressures
imposed by a heterogeneous, high-nutrient environment may
result in evolution toward a rhizosphere where both root and
microbe traits are maladapted to low-input systems. In contrast,
if root and microbe traits are distinct modules, evolution toward
maladaptation to low-nutrient conditions could occur in one
module while the other remains unaffected and potentially
capable of compensating for lost nutrient acquisition ability.
WHAT ARE THE IMPLICATIONS FOR
AGRICULTURAL SUSTAINABILITY?
Ever-growing demand for limited natural resources, spurred
by population growth and climate change, as well as the high
environmental costs associated with conventional agriculture
systems requires shifting to management strategies and matched
crop genotypes that promote biologically-based resource
acquisition over synthetic inputs. Capitalizing on ecological
functions naturally present in the rhizosphere, a hot spot of
root-microbe interactions, can improve maize productivity in
low-input or biologically-based systems and enhance agricultural
sustainability in a resource-scarce future.
Recent research has focused on the importance of soil
health to agroecosystems (Altieri and Nicholls, 2003), but has
failed to account for the central role of the host plant in
converting soil health into yield. Rhizosphere microorganisms
can reduce the need for external inputs by aiding in the
acquisition of scarce resources, but the consequences of microbial
community shifts for nutrient cycling and acquisition have
been relatively neglected. For instance, understanding whether
taxa involved in N cycling and N fixation have been lost
or retained and whether any losses have been compensated
through functional redundancy would affect not only crop N
availability but also rates of N loss from the agroecosystem
(Jackson et al., 2012). Similarly, changes in taxa involved in rapid
organic matter decomposition or bioavailability of nutrients
could affect resource acquisition. Clarifying the genetic basis
for loss or gain of microbial traits could pave the way to
breeding cultivars that facilitate beneficial microbiomes, thus
obviating the need for inoculation to introduce favorable species.
Even if changes in microbial community composition are
limited, maize genotypes that support high microbial activity
and organic matter priming, i.e., where host plant exudates
and other rhizodeposits stimulate microbe-mediated nutrient
cycling through high exudate quantity and quality, could increase
nutrient cycling and utilization of soil resources. Thus, genetic
variation in rhizosphere traits must be better characterized and
represents a prime target for breeding resource-efficient cultivars.
Modern hybrids show evidence of decreased adaptation to
environments of heterogeneous, scarce resource availability, but
are better equipped for the acquisition of deep or mobile
nutrients (perhaps beneficial under drought conditions) and
tolerance of high planting density. Pinpointing the loss of
favorable traits on an evolutionary timeline can help identify
germplasm for use in creating new, resource-efficient varieties
suited to low-input systems. For instance, QTL mapping of
teosinte × maize crosses has been used to increase aerenchyma
BOX 2 | KNOWLEDGE GAPS AND RESEARCH NEEDS
• Timeline: How do the roots and rhizosphere microbiomes of early landraces differ from those of teosinte? Root system comparisons of teosinte and modern maize
and sequencing studies of older and newer maize cultivars have neglected landraces. Comparisons of root architecture, anatomy, physiology, and ecology along an
evolutionary gradient could allow the appearance or loss of beneficial traits and microbial species to be pinpointed.
• Resources: How has changed altered plant belowground resource provisioning affected metabolic processes and nutrient cycling in the soil? Metabolomics studies
of teosinte, landraces, and modern varieties could provide clues.
• Responsiveness: Has maize responsiveness to microbial associations decreased over time? Inoculation studies commonly determine the response of a single maize
genotype, but assessing host benefit from microbial associations across an evolutionary gradient could reveal whether responsiveness has declined.
• Signaling: How have root exudates and signaling molecules changed? Plant and microbial signaling compounds should be compared across maize and teosinte
genotypes; manipulation of phytomicrobiome signaling has been proposed as a strategy to enhance agricultural sustainability (Quiza et al., 2015).
• Functioning: What is the functional significance of known changes in community composition for C and N turnover in the rhizosphere? Has plant ability to capitalize
on soil health (i.e., sustainable nutrient sources provided by a soil with high microbial activity and diversity) decreased as a result of compositional changes, or has it
been maintained by functional redundancy in the microbiome? An extracellular enzyme involved in N cycling differed between maize phylogenetic groups in one study
(Szoboszlay et al., 2015), but more detail is needed on nutrient cycling effects and the groups responsible. Sequencing studies can provide only hypotheses based
on previous information about the functions performed by a given taxon in isolation, but overlook functional redundancy and interactions. Meta-transcriptomics,
meta-proteomics, meta-metabolomics, and novel isotope labeling approaches (Vandenkoornhuyse et al., 2007) could identify key active species and illuminate their
functional roles.
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formation (Mano et al., 2007) and similar methods could be
used to introgress beneficial allele sources within teosinte and
landrace germplasm for increased root hair length or high-
affinity ammonium or nitrate transporter expression. Breeding
for resource efficiency should be conducted under low-input
conditions or where nutrients are supplied from organic sources,
so that selection for cultivars able to maintain yields with limited
or organic inputs is more efficient (Weber et al., 2012).
Although progress has been made in describing changes
in architectural, anatomical, and physiological root traits,
as well as microbial community shifts, significant research
gaps remain (Box 2). Understanding how human selection
has affected root traits and rhizosphere interactions can
reintroduce allelic diversity tied to beneficial root traits and
microbial associations and inform breeding and management
practices that promote biologically-based resource acquisition
(Wissuwa et al., 2009).
AUTHOR CONTRIBUTIONS
All authors listed have made substantial, direct and intellectual
contribution to the work, and approved it for publication.
FUNDING
The authors would like to acknowledge University of California
and the College of Agricultural and Environmental Sciences for a
Graduate Scholars Fellowship to JS and seed research funds from
CAES Programmatic Initiative to AG.
ACKNOWLEDGMENTS
The authors wish to thank Dr. Astrid Volder and anonymous
reviewers for their thoughtful comments and feedback on earlier
versions of this manuscript.
REFERENCES
Abbo, S., Pinhasi Van-Oss, R., Gopher, A., Saranga, Y., Ofner, I., and
Peleg, Z. (2014). Plant domestication versus crop evolution: a conceptual
framework for cereals and grain legumes. Trends Plant Sci. 19, 351–360. doi:
10.1016/j.tplants.2013.12.002
Altieri, M. A., and Nicholls, C. I. (2003). Soil fertility management and insect
pests: harmonizing soil and plant health in agroecosystems. Soil Tillage Res. 72,
203–211. doi: 10.1016/S0167-1987(03)00089-8
Amos, B., and Walters, D. T. (2006). Maize root biomass and net rhizodeposited
carbon: an analysis of the literature. Soil Sci. Soc. Am. J. 70, 1489–1503. doi:
10.2136/sssaj2005.0216
An, G. H., Kobayashi, S., Enoki, H., Sonobe, K., Muraki, M., Karasawa, T., et al.
(2010). How does arbuscular mycorrhizal colonization vary with host plant
genotype? An example based on maize (Zea mays) germplasms. Plant Soil 327,
441–453. doi: 10.1007/s11104-009-0073-3
Antonietta, M., Acciaresi, H. A., and Guiamet, J. J. (2015). Responses to N
deficiency in stay green and non-stay green argentinian hybrids of maize. J.
Agron. Crop Sci. doi: 10.1111/jac.12136. [Epub ahead of print].
Bakker, M. G., Manter, D. K., Sheflin, A. M., Weir, T. L., and Vivanco, J. M.
(2012). Harnessing the rhizosphere microbiome through plant breeding and
agricultural management. Plant Soil 360, 1–13. doi: 10.1007/s11104-012-1361-x
Barriuso, J., Marín, S., and Mellado, R. P. (2010). Effect of the herbicide glyphosate
on glyphosate-tolerant maize rhizobacterial communities: a comparison with
pre-emergency applied herbicide consisting of a combination of acetochlor
and terbuthylazine. Environ. Microbiol. 12, 1021–1030. doi: 10.1111/j.1462-
2920.2009.02146.x
Bishopp, A., and Lynch, J. P. (2015). The hidden half of crop yields. Nature Plants
1:15117. doi: 10.1038/nplants.2015.117
Bommarco, R., Kleijn, D., and Potts, S. G. (2013). Ecological intensification:
harnessing ecosystem services for food security. Trends Ecol. Evol. 28, 230–238.
doi: 10.1016/j.tree.2012.10.012
Bouffaud, M. L., Kyselkova, M., Gouesnard, B., Grundmann, G., Muller, D.,
and Moënne-Loccoz, Y. (2012). Is diversification history of maize influencing
selection of soil bacteria by roots? Mol. Ecol. 21, 195–206. doi: 10.1111/j.1365-
294X.2011.05359.x
Bouffaud, M. L., Poirier, M. A., Muller, D., and Moënne-Loccoz, Y. (2014).
Root microbiome relates to plant host evolution in maize and other Poaceae.
Environ. Microbiol. 16, 2804–2814. doi: 10.1111/1462-2920.12442
Brusetti, L., Francia, P., Bertolini, C., Pagliuca, A., Borin, S., Sorlini, C., et al. (2004).
Bacterial communities associated with the rhizosphere of transgenic Bt 176
maize (Zea mays) and its non transgenic counterpart. Plant Soil 266, 11–21.
doi: 10.1007/s11104-005-5399-x
Bulgarelli, D., Garrido-Oter, R., Münch, P. C., Weiman, A., Droge, J., Pan,
Y., et al. (2015). Structure and function of the bacterial root microbiota
in wild and domesticated barley. Cell Host Microbe 17, 392–403. doi:
10.1016/j.chom.2015.01.011
Bumunang, E. W., and Babalola, O. O. (2014). Characterization of rhizobacteria
from field grown genetically modified (GM) and non-GM maizes.
Braz. Arch. Biol. Technol. 57, 1–8. doi: 10.1590/S1516-8913201400010
0001
Burger, M., and Jackson, L. E. (2003). Microbial immobilization of ammonium
and nitrate in relation to ammonification and nitrification rates in organic
and conventional cropping systems. Soil Biol. Biochem. 35, 29–36. doi:
10.1016/S0038-0717(02)00233-X
Burton, A. L., Brown, K. M., and Lynch, J. P. (2013). Phenotypic diversity of root
anatomical and architectural traits in zea species. Crop Sci. 53, 1042–1055. doi:
10.2135/cropsci2012.07.0440
Campos, H., Cooper, M., Edmeades, G. O., Loﬄer, C., Schussler, J. R., and Ibanez,
M. (2006). Changes in drought tolerance in maize associated with fifty years of
breeding for yield in the US corn belt.Maydica 51, 369–381.
Cardinale, M., Grube, M., Erlacher, A., Quehenberger, J., and Berg, G. (2015).
Bacterial networks and co-occurrence relationships in the lettuce root
microbiota. Environ. Microbiol. 17, 239–252. doi: 10.1111/1462-2920.12686
Ceccarelli, S. (1994). Specific adaptation and breeding for marginal conditions.
Euphytica 77, 205–219. doi: 10.1007/BF02262633
Cheeke, T. E., Darby, H., Rosenstiel, T. N., Bever, J. D., and Cruzan, M. B. (2014).
Effect of Bacillus thuringiensis (Bt) maize cultivation history on arbuscular
mycorrhizal fungal colonization, spore abundance and diversity, and plant
growth. Agric. Ecosyst. Environ. 195, 29–35. doi: 10.1016/j.agee.2014.05.019
Chu, Q., Wang, X. X., Yang, Y., Chen, F. J., Zhang, F. S., and Feng, G. (2013).
Mycorrhizal responsiveness of maize (Zea mays L.) genotypes as related to
releasing date and available P content in soil. Mycorrhiza 23, 497–505. doi:
10.1007/s00572-013-0492-0
Cotta, S. R., Dias, A. C. F., Marriel, I. E., Andreote, F. D., Seldin, L., and Van Elsas,
J. D. (2014). Different effects of transgenic maize and nontransgenic maize
on nitrogen-transforming archaea and bacteria in tropical soils. Appl. Environ.
Microbiol. 80, 6437–6445. doi: 10.1128/AEM.01778-14
Dalmastri, C., Chiarini, L., Cantale, C., Bevivino, A., and Tabacchioni, S. (1999).
Soil type and maize cultivar affect the genetic diversity of maize root-
associated Burkholderia cepacia populations. Microb. Ecol. 38, 273–284. doi:
10.1007/s002489900177
Dempewolf, H. (2010). Getting domestication straight: ramosa1 in maize. Mol.
Ecol. 19, 1267–1269. doi: 10.1111/j.1365-294X.2010.04563.x
Dijkstra, F. A., Bader, N. E., Johnson, D. W., and Cheng, W. (2009).
Does accelerated soil organic matter decomposition in the presence of
plants increase plant N availability? Soil Biol. Biochem. 41, 1080–1087. doi:
10.1016/j.soilbio.2009.02.013
Doebley, J., Stec, A., and Hubbard, L. (1997). The evolution of apical dominance in
maize. Nature 386, 485–488. doi: 10.1038/386485a0
Frontiers in Plant Science | www.frontiersin.org 8 March 2016 | Volume 7 | Article 373
Schmidt et al. Selection and the Maize Rhizosphere
Dorweiler, J., Stec, A., Kermicle, J., and Doebley, J. (1993). Teosinte-glume-
architecture-1 - a genetic-locus controlling a key step in maize evolution.
Science 262, 233–235. doi: 10.1126/science.262.5131.233
Duhamel, M., and Vandenkoornhuyse, P. (2013). Sustainable agriculture: possible
trajectories from mutualistic symbiosis and plant neodomestication. Trends
Plant Sci. 18, 597–600. doi: 10.1016/j.tplants.2013.08.010
Dunwell, J. M. (2014). Transgenic cereals: current status and future prospects. J.
Cereal Sci. 59, 419–434. doi: 10.1016/j.jcs.2013.08.008
Duvick, D. N. (2005). The contribution of breeding to yield advances in
maize (Zea mays L.). Adv. Agron. 86, 83–145. doi: 10.1016/S0065-2113(05)86
002-X
Estrada, P., Mavingui, P., Cournoyer, B., Fontaine, F., Balandreau, J., and
Caballero-Mellado, J. (2002). A N-2-fixing endophytic Burkholderia sp
associated with maize plants cultivated in Mexico. Can. J. Microbiol. 48,
285–294. doi: 10.1139/w02-023
Fang, M., Kremer, R. J., Motavalli, P. P., and Davis, G. (2005). Bacterial diversity in
rhizospheres of nontransgenic and transgenic corn. Appl. Environ. Microbiol.
71, 4132–4236. doi: 10.1128/AEM.71.7.4132-4136.2005
Gallavotti, A., Zhao, Q., Kyozuka, J., Meeley, R. B., Ritter, M., Doebley, J. F., et al.
(2004). The role of barren stalk1 in the architecture of maize. Nature 432,
630–635. doi: 10.1038/nature03148
García-Palacios, P., Milla, R., Delgado-Baquerizo, M., Martin-Robles, N., Alvaro-
Sanchez, M., and Wall, D. H. (2013). Side-effects of plant domestication:
ecosystem impacts of changes in litter quality. New Phytol. 198, 504–513. doi:
10.1111/nph.12127
Gaudin, A. C. M., Mcclymont, S. A., Holmes, B. M., Lyons, E., and Raizada,
M. N. (2011a). Novel temporal, fine-scale and growth variation phenotypes
in roots of adult-stage maize (Zea mays L.) in response to low nitrogen
stress. Plant Cell Environ. 34, 2122–2137. doi: 10.1111/j.1365-3040.2011.02
409.x
Gaudin, A. C. M., Mcclymont, S. A., and Raizada, M. N. (2011b). The nitrogen
adaptation strategy of the wild teosinte ancestor of modern maize, Zea
mays subsp parviglumis. Crop Sci. 51, 2780–2795. doi: 10.2135/cropsci2010.1
2.0686
Gaudin, A. C. M., Mcclymont, S. A., Soliman, S. S. M., and Raizada, M. N.
(2014). The effect of altered dosage of a mutant allele of Teosinte branched
1 (tb1-ref) on the root system of modern maize. BMC Genet. 15:23. doi:
10.1186/1471-2156-15-23
Gomes, E., Lana, U., Zhang, B., Oliveira, C., Guimarães, L., and Tiedje, J. (2015).
“Influence of rhizosphere, root and P soil on fungal and bacterial communities
associated with maize genotypes with contrasting P use efficiency,” in
Rhizosphere 4 (Maastricht).
Gross, B. L., and Olsen, K. M. (2010). Genetic perspectives on crop domestication.
Trends Plant Sci. 15, 529–537. doi: 10.1016/j.tplants.2010.05.008
Gutjahr, C., and Paszkowski, U. (2013). Multiple control levels of root system
remodeling in arbuscular mycorrhizal symbiosis. Front. Plant Sci. 4:204. doi:
10.3389/fpls.2013.00204
Hammer, G. L., Dong, Z. S., Mclean, G., Doherty, A., Messina, C., Schusler, J.,
et al. (2009). Can changes in canopy and/or root system architecture explain
historical maize yield trends in the US Corn Belt? Crop Sci. 49, 299–312. doi:
10.2135/cropsci2008.03.0152
Hammer, K. (1984). Das Domestikationssyndrom. Genet. Resour. Crop Evol. 32,
11–34. doi: 10.1007/bf02098682
Han, J. N., Wang, L. F., Zheng, H. Y., Pan, X. Y., Li, H. Y., Chen, F. J., et al. (2015).
ZD958 is a low-nitrogen-efficient maize hybrid at the seedling stage among five
maize and two teosinte lines. Planta 242, 935–949. doi: 10.1007/s00425-015-
2331-3
Harlan, J. R., Wet, J. M. J. D., and Price, E. G. (1973). Comparative evolution of
cereals. Evolution 27, 311. doi: 10.2307/2406971
Hart, M. M., Powell, J. R., Gulden, R. H., Dunfield, K. E., Pauls, K. P., Swanton,
C. J., et al. (2009). Separating the effect of crop from herbicide on soil
microbial communities in glyphosate-resistant corn. Pedobiologia 52, 253–262.
doi: 10.1016/j.pedobi.2008.10.005
He, P., Osaki, M., Takebe, M., and Shinano, T. (2003). Comparison of
whole system of carbon and nitrogen accumulation between two maize
hybrids differing in leaf senescence. Photosynthetica 41, 399–405. doi:
10.1023/B:PHOT.0000015464.27370.60
Hetrick, B. A. D., Wilson, G.W. T., and Cox, T. S. (1993). Mycorrhizal dependence
of modern wheat cultivars and ancestors - a synthesis. Can. J. Bot. Revue Can.
Bot. 71, 512–518. doi: 10.1139/b93-056
Hetrick, B. A. D., Wilson, G. W. T., and Todd, T. C. (1996). Mycorrhizal response
in wheat cultivars: Relationship to phosphorus. Can. J. Bot. Revue Can. Bot. 74,
19–25. doi: 10.1139/b96-003
Hufford, K. M., Canaran, P., Ware, D. H., Mcmullen, M. D., and Gaut, B.
S. (2007). Patterns of selection and tissue-specific expression among maize
domestication and crop improvement loci. Plant Physiol. 144, 1642–1653. doi:
10.1104/pp.107.098988
Hufford, M. B., Bilinski, P., Pyhäjärvi, T., and Ross-Ibarra, J. (2012). Teosinte
as a model system for population and ecological genomics. Trends Genet. 28,
606–615. doi: 10.1016/j.tig.2012.08.004
Icoz, I., Saxena, D., Andow, D. A., Zwahlen, C., and Stotzky, G. (2008). Microbial
populations and enzyme activities in soil in situ under transgenic corn
expressing Cry proteins from Bacillus thuringiensis. J. Environ. Qual. 37,
647–662. doi: 10.2134/jeq2007.0352
Jackson, L. E., Bowles, T.M., Hodson, A. K., and Lazcano, C. (2012). Soil microbial-
root and microbial-rhizosphere processes to increase nitrogen availability
and retention in agroecosystems. Curr. Opin. Environ. Sustain. 4, 1–6. doi:
10.1016/j.cosust.2012.08.003
Johnston-Monje, D., Mousa, W. K., Lazarovits, G., and Raizada, M. N. (2014).
Impact of swapping soils on the endophytic bacterial communities of pre-
domesticated, ancient and modern maize. BMC Plant Biol. 14:233. doi:
10.1186/s12870-014-0233-3
Johnston-Monje, D., and Raizada, M. N. (2011). Conservation and diversity
of seed associated endophytes in zea across boundaries of evolution,
ethnography and ecology. PLoS ONE 6:e20396. doi: 10.1371/journal.pone.00
20396
Kaeppler, S. M., Parke, J. L., Mueller, S. M., Senior, L., Stuber, C., and Tracy, W.
F. (2000). Variation among maize inbred lines and detection of quantitative
trait loci for growth at low phosphorus and responsiveness to arbuscular
mycorrhizal fungi. Crop Sci. 40, 358–364. doi: 10.2135/cropsci2000.40
2358x
Khalil, S., Loynachan, T. E., and Tabatabai, M. A. (1994). Mycorrhizal dependency
and nutrient-uptake by improved and unimproved corn and soybean
cultivars. Agron. J. 86, 949–958. doi: 10.2134/agronj1994.0002196200860006
0005x
Kiers, E. T., andDenison, R. F. (2014). Inclusive fitness in agriculture. Philos. Trans.
R. Soc. B Biol. Sci. 369:20130367. doi: 10.1098/rstb.2013.0367
Kirtman, B., Power, S., and Adedoyin, J. (2013). “Near-term climate change:
projections and predictability,” in The Physical Science Basis. Contribution
of Working Group I to the Fifth Assessment Report of the Intergovernmental
Panel on Climate Change, eds T. Stocker, D. Qin, and G. Plattner (Cambridge:
Cambridge University Press), 953–1028.
Kremer, R. J., and Means, N. E. (2009). Glyphosate and glyphosate-resistant crop
interactions with rhizosphere microorganisms. Eur. J. Agron. 31, 153–161. doi:
10.1016/j.eja.2009.06.004
Kuzyakov, Y. (2002). Review: Factors affecting rhizosphere priming effects. J. Plant
Nutr. Soil Sci. 165, 382–396. doi: 10.1002/1522-2624(200208)165:4<382::AID-
JPLN382>3.0.CO;2-#
Lee, E. A., and Tollenaar, M. (2007). Physiological basis of successful
breeding strategies for maize grain yield. Crop Sci. 47, S202–S215. doi:
10.2135/cropsci2007.04.0010IPBS
Lehmann, A., Barto, E. K., Powell, J. R., and Rillig, M. C. (2012). Mycorrhizal
responsiveness trends in annual crop plants and their wild relatives-a meta-
analysis on studies from 1981 to 2010. Plant Soil 355, 231–250. doi:
10.1007/s11104-011-1095-1
Lekberg, Y., and Koide, R. T. (2005). Is plant performance limited by abundance
of arbuscular mycorrhizal fungi? A meta-analysis of studies published
between 1988 and 2003. New Phytol. 168, 189–204. doi: 10.1111/j.1469-
8137.2005.01490.x
Lobell, D. B., Roberts, M. J., Schlenker, W., Braun, N., Little, B. B., Rejesus, R. M.,
et al. (2014). Greater sensitivity to drought accompanies maize yield increase in
the US midwest. Science 344, 516–519. doi: 10.1126/science.1251423
Lynch, J. P. (2007). Rhizoeconomics: the roots of shoot growth limitations.
HortScience 42, 1107–1109.
Frontiers in Plant Science | www.frontiersin.org 9 March 2016 | Volume 7 | Article 373
Schmidt et al. Selection and the Maize Rhizosphere
Mano, Y., Omori, F., Takamizo, T., Kindiger, B., Bird, R. M., Loaisiga, C. H.,
et al. (2007). QTL mapping of root aerenchyma formation in seedlings of a
maize x rare teosinte “Zea nicaraguensis” cross. Plant Soil 295, 103–113. doi:
10.1007/s11104-007-9266-9
Meyer, R., Duval, A., and Jensen, H. (2012). Patterns and processes in
crop domestication: an historical review and quantitative analysis of 203
global food crops. New Phytol. 196, 29–48. doi: 10.1111/j.1469-8137.2012.04
253.x
Milla, R., Morente-López, J., Alonso-Rodrigo, J. M., Martín-Robles, N., and
Chapin, F. S. (2014). Shifts and disruptions in resource-use trait syndromes
during the evolution of herbaceous crops. Proc. R. Soc. B Biol. Sci.
281:20141429. doi: 10.1098/rspb.2014.1429
Milla, R., Osborne, C. P., Turcotte, M. M., and Violle, C. (2015). Plant
domestication through an ecological lens. Trends Ecol. Evol. 30, 463–469. doi:
10.1016/j.tree.2015.06.006
Miner, B. G., Sultan, S. E., Morgan, S. G., Padilla, D. K., and Relyea, R. A.
(2005). Ecological consequences of phenotypic plasticity. Trends Ecol. Evol. 20,
685–692. doi: 10.1016/j.tree.2005.08.002
Murren, C. J. (2012). The integrated phenotype. Integr. Comp. Biol. 52, 64–76. doi:
10.1093/icb/ics043
Nagore, M., Echarte, L., Andrade, F. H., and Della Maggiora, A. (2014). Crop
evapotranspiration in Argentinean maize hybrids released in different decades.
Field Crops Res. 155, 23–29. doi: 10.1016/j.fcr.2013.09.026
Ning, P., Li, S., Li, X., and Li, C. (2014). New maize hybrids had larger and
deeper post-silking root than old ones. Field Crops Res. 166, 66–71. doi:
10.1016/j.fcr.2014.06.009
Peiffer, J. A., Spor, A., Koren, O., Jin, Z., Tringe, S. G., Dangl, J. L., et al.
(2013). Diversity and heritability of the maize rhizosphere microbiome
under field conditions. Proc. Natl. Acad. Sci. U.S.A. 110, 6548–6553. doi:
10.1073/pnas.1302837110
Picard, C., Baruffa, E., and Bosco, M. (2008). Enrichment and diversity of
plant-probiotic microorganisms in the rhizosphere of hybrid maize
during four growth cycles. Soil Biol. Biochem. 40, 106–115. doi:
10.1016/j.soilbio.2007.07.011
Picard, C., and Bosco, M. (2005). Maize heterosis affects the structure
and dynamics of indigenous rhizospheric auxins-producing
Pseudomonas populations. FEMS Microbiol. Ecol. 53, 349–357. doi:
10.1016/j.femsec.2005.01.007
Picard, C., and Bosco, M. (2006). Heterozygosis drives maize hybrids to select elite
2,4-diacethylphloroglucinol-producing Pseudomonas strains among resident
soil populations. FEMS Microbiol. Ecol. 58, 193–204. doi: 10.1111/j.1574-
6941.2006.00151.x
Picard, C., Frascaroli, E., and Bosco, M. (2004). Frequency and biodiversity of
2,4-diacetylphloroglucinol-producing rhizobacteria are differentially affected
by the genotype of two maize inbred lines and their hybrid. FEMS Microbiol.
Ecol. 49, 207–215. doi: 10.1016/j.femsec.2004.03.016
Prischl, M., Hackl, E., Pastar, M., Pfeiffer, S., and Sessitsch, A. (2012). Genetically
modified Bt maize lines containing cry3Bb1, cry1A105 or cry1Ab2 do not affect
the structure and functioning of root-associated endophyte communities. Appl.
Soil Ecol. 54, 39–48. doi: 10.1016/j.apsoil.2011.12.005
Pérez Jaramillo, J. E., Mendes, R., and Raaijmakers, J. M. (2015). Impact of plant
domestication on rhizosphere microbiome assembly and functions. Plant Mol.
Biol. doi: 10.1007/s11103-015-0337-7. [Epub ahead of print].
Quiza, L., St-Arnaud, M., and Yergeau, E. (2015). Harnessing phytomicrobiome
signaling for rhizosphere microbiome engineering. Front. Plant Sci. 6:507. doi:
10.3389/fpls.2015.00507
Reyes, A., Messina, C. D., Hammer, G. L., Liu, L., VanOosterom, E., Lafitte, R., et al.
(2015). Soil water capture trends over 50 years of single-cross maize (Zea mays
L.) breeding in the US corn-belt. J. Exp. Bot. 66, 7339–7346. doi: 10.1093/jxb/e
rv430
Robertson, G. P., and Vitousek, P. M. (2009). “Nitrogen in agriculture: balancing
the cost of an essential resource,” in Annual Review of Environment and
Resources, eds A. Gadgil, and T. P. Tomich (Palo Alto, CA: Annual Reviews),
97–125. doi: 10.1146/annurev.environ.032108.105046
Ruzicka, D. R., Hausmann, N. T., Barrios-Masias, F. H., Jackson, L. E.,
and Schachtman, D. P. (2012). Transcriptomic and metabolic responses of
mycorrhizal roots to nitrogen patches under field conditions. Plant Soil 350,
145–162. doi: 10.1007/s11104-011-0890-z
Saxena, D., Flores, S., and Stotzky, G. (1999). Transgenic plants - Insecticidal toxin
in root exudates from Bt corn. Nature 402, 480–480.
Saxena, D., and Stotzky, G. (2000). Insecticidal toxin from Bacillus
thuringiensis is released from roots of transgenic Bt corn in vitro and in
situ. FEMS Microbiol. Ecol. 33, 35–39. doi: 10.1111/j.1574-6941.2000.tb0
0724.x
Saxena, D., and Stotzky, G. (2001). Bt corn has a higher lignin content than non-Bt
corn. Am. J. Bot. 88, 1704–1706. doi: 10.2307/3558416
Schlichting, C. D. (1989). Phenotypic integration and environmental-change what
are the consequences of differential phenotypic plasticity - of traits. Bioscience
39, 460–464. doi: 10.2307/1311138
Sigmon, B., and Vollbrecht, E. (2010). Evidence of selection at the ramosa1 locus
during maize domestication. Mol. Ecol. 19, 1296–1311. doi: 10.1111/j.1365-
294X.2010.04562.x
Smith, M. S., Fridley, J. D., Yin, J. J., and Bauerle, T. L. (2013). Contrasting
xylem vessel constraints on hydraulic conductivity between native and non-
native woody understory species. Front. Plant Sci. 4:486. doi: 10.3389/fpls.2013.
00486
Szoboszlay, M., Lambers, J., Chappell, J., Kupper, J. V., Moe, L. A., and Mcnear, D.
H. (2015). Comparison of root system architecture and rhizosphere microbial
communities of Balsas teosinte and domesticated corn cultivars. Soil Biol.
Biochem. 80, 34–44. doi: 10.1016/j.soilbio.2014.09.001
Tan, F. X., Wang, J. W., Chen, Z. N., Feng, Y. J., Chi, G. L., and Rehman, S. U.
(2011). Assessment of the arbuscular mycorrhizal fungal community in roots
and rhizosphere soils of Bt corn and their non-Bt isolines. Soil Biol. Biochem.
43, 2473–2479. doi: 10.1016/j.soilbio.2011.08.014
Tollenaar, M., and Lee, E. A. (2002). Yield potential, yield stability and
stress tolerance in maize. Field Crops Res. 75, 161–169. doi: 10.1016/S0378-
4290(02)00024-2
Tyree, M. T., Davis, S. D., and Cochard, H. (1994). Biophysical perspectives
of xylem evolution - is there a tradeoff of hydraulic efficiency for
vulnerability to dysfunction. IAWA J. 15, 335–360. doi: 10.1163/22941932-900
01369
Tyree, M. T., and Ewers, F. W. (1991). The hydraulic architecture of trees
and other woody-plants. New Phytol. 119, 345–360. doi: 10.1111/j.1469-
8137.1991.tb00035.x
Vandenkoornhuyse, P., Mahe, S., Ineson, P., Staddon, P., Ostle, N., Cliquet,
J. B., et al. (2007). Active root-inhabiting microbes identified by rapid
incorporation of plant-derived carbon into RNA. Proc. Natl. Acad. Sci. U.S.A.
104, 16970–16975. doi: 10.1073/pnas.0705902104
Vandenkoornhuyse, P., Quaiser, A., Duhamel, M., Le Van, A., and Dufresne, A.
(2015). The importance of the microbiome of the plant holobiont. New Phytol.
206, 1196–1206. doi: 10.1111/nph.13312
Wang, H., Nussbaum-Wagler, T., Li, B. L., Zhao, Q., Vigouroux, Y., Faller, M.,
et al. (2005). The origin of the naked grains of maize. Nature 436, 714–719.
doi: 10.1038/nature03863
Weber, V. S., Melchinger, A. E., Magorokosho, C., Makumbi, D., Baenziger, M.,
and Atlin, G. N. (2012). Efficiency of managed-stress screening of elite maize
hybrids under drought and low nitrogen for yield under Rainfed Conditions
in Southern Africa. Crop Sci. 52, 1011–1020. doi: 10.2135/cropsci2011.0
9.0486
Willmann, M., Gerlach, N., Buer, B., Polatajko, A., Nagy, R., Koebke, E., et al.
(2013). Mycorrhizal phosphate uptake pathway in maize: vital for growth and
cob development on nutrient poor agricultural and greenhouse soils. Front.
Plant Sci. 4:533. doi: 10.3389/fpls.2013.00533
Wissuwa, M., Mazzola, M., and Picard, C. (2009). Novel approaches in
plant breeding for rhizosphere-related traits. Plant Soil 321, 409–430. doi:
10.1007/s11104-008-9693-2
York, L. M., Galindo-Castañeda, T., Schussler, J. R., and Lynch, J. P.
(2015). Evolution of US maize (Zea mays L.) root architectural and
anatomical phenes over the past 100 years corresponds to increased
tolerance of nitrogen stress. J. Exp. Bot. 66, 2347–2358. doi: 10.1093/jxb/e
rv074
Yu, P., White, P., Hochholdinger, F., and Li, C. J. (2014). Phenotypic plasticity of
themaize root system in response to heterogeneous nitrogen availability. Planta
240, 667–678. doi: 10.1007/s00425-014-2150-y
Zachow, C., Muller, H., Tilcher, R., and Berg, G. (2014). Differences between
the rhizosphere microbiome of Beta vulgaris ssp maritima - ancestor of
Frontiers in Plant Science | www.frontiersin.org 10 March 2016 | Volume 7 | Article 373
Schmidt et al. Selection and the Maize Rhizosphere
all beet crops - and modern sugar beets. Front. Microbiol. 5:415. doi:
10.3389/fmicb.2014.00415
Zancarini, A., Mougel, C., Voisin, A. S., Prudent, M., Salon, C., and Munier-
Jolain, N. (2012). Soil nitrogen availability and plant genotype modify
the nutrition strategies of M. truncatula and the associated rhizosphere
microbial communities. PLoS ONE 7:e47096. doi: 10.1371/journal.pone.00
47096
Zhu, Y. G., Smith, S. E., Barritt, A. R., and Smith, F. A. (2001). Phosphorus
(P) efficiencies and mycorrhizal responsiveness of old and modern
wheat cultivars. Plant Soil 237, 249–255. doi: 10.1023/A:101334381
1110
Zizumbo-Villarreal, D., and Colunga-Garciamarin, P. (2010). Origin of agriculture
and plant domestication in West Mesoamerica. Genet. Resour. Crop Evol. 57,
813–825. doi: 10.1007/s10722-009-9521-4
Conflict of Interest Statement: The authors declare that the research was
conducted in the absence of any commercial or financial relationships that could
be construed as a potential conflict of interest.
The reviewer LC and handling Editor declared their shared affiliation, and
the handling Editor states that the process nevertheless met the standards of a fair
and objective review.
Copyright © 2016 Schmidt, Bowles and Gaudin. This is an open-access article
distributed under the terms of the Creative Commons Attribution License (CC BY).
The use, distribution or reproduction in other forums is permitted, provided the
original author(s) or licensor are credited and that the original publication in this
journal is cited, in accordance with accepted academic practice. No use, distribution
or reproduction is permitted which does not comply with these terms.
Frontiers in Plant Science | www.frontiersin.org 11 March 2016 | Volume 7 | Article 373
